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AB Method for splicing a target nucleic acid molecule with a separate 

nucleic acid molecule. Such splicing generally causes production of a 
chimeric protein with advantageous features over that protein naturally 
produced from the target nucleic acid prior to splicing. The method 
includes contacting the target nucleic acid molecule with a catalytic 
nucleic acid molecule including the separate nucleic acid molecule. Such 
contacting is performed under conditions in which at least a portion of 
the separate nucleic acid molecule is spliced with at least a portion of 
the target nucleic acid molecule to form a chimeric nucleic acid 
molecule. In this method, the catalytic nucleic molecule is chosen so 
that it is not naturally associated with the separate nucleic acid 
molecule . 
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AB Method for splicing a target nucleic acid molecule with a separate 

nucleic acid molecule. Such splicing generally causes production of a 
chimeric protein with advantageous features over that protein naturally 
produced from the target nucleic acid prior to splicing. The method 
includes contacting the target nucleic acid molecule with a catalytic 
nucleic acid molecule including the separate nucleic acid molecule. Such 
contacting is performed under conditions in which at least a portion of 
the separate nucleic acid molecule is spliced with at least a portion of 
the target nucleic acid molecule to form a chimeric nucleic acid 
molecule. In this method, the catalytic nucleic molecule is chosen so 
that it is not naturally associated with the separate nucleic acid 
molecule . 
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nucleic acid molecule. Such splicing generally causes production of a 
chimeric protein with advantageous features over that protein naturally 
produced from the target nucleic acid prior to splicing. The method 
includes contacting the target nucleic acid molecule with a catalytic 
nucleic acid molecule including the separate nucleic acid molecule. Such 
contacting is performed under conditions in which at least a portion of 
the separate nucleic acid molecule is spliced with at least a portion of 
the target nucleic acid molecule to form a chimeric nucleic acid 
molecule. In this method, the catalytic nucleic molecule is chosen so 
that it is not naturally associated with the separate nucleic acid 
molecule . 

CAS INDEXING IS AVAILABLE FOR THIS PATENT. 

L32 ANSWER 4 OF 4 BIOSIS COPYRIGHT (c) 2005 The Thomson Corporation. on STN 

DUPLICATE 1 
AN 1993:73882 BIOSIS 
DN PREV199395038382 

TI Analysis of the Caenorhabditis elegans axonal guidance and outgrowth gene 



unc-33 . 

AU Li, Wei; Herman, Robert K. ; Shaw, Jocelyn E. 

CS Dep. Genetics Cell Biol., Univ. Minn., St. Paul, Minnesota 55108, USA 
SO Genetics, (1992) Vol. 132, No. 3, pp. 675-689. 

CODEN: GENTAE. ISSN: 0016-6731. 
DT Article 
LA English 

ED Entered STN: 26 Jan 1993 

Last Updated on STN: 26 Jan 1993 

AB Mutations in the unc-33 gene of the nematode Caenorhabditis elegans lead 
to severely uncoordinated movement, abnormalities in the guidance and 
outgrowth of the axons of many neurons, and a superabundance of 
microtubules in neuronal processes. We have cloned unc-33 by tagging the 
gene with the transposable element Tc4 . Three unc-33 messages, which are 
transcribed from a genomic region of at least 10 kb, were identified and 
characterized. The three messages have common 3 1 ends and identical 
reading frames. The largest (3.8-kb) message consists of the 22- 
nucleotide trans-spliced leader SL1 and 10 
exons (I-X) ; the intermediate-size (3.3-kb) message 

begins with SL1 spliced to the 5' end of exon V and includes exons V-X; 
and the smallest (2.8-kb) message begins within exon VII and also includes 
exons VIII-X. A gamma-ray-induced deletion mutation situated within exon 
VIII reduces the sizes of all three messages by 0.5 kb . The three 
putative polypeptides encoded by the three messages overlap in C-terminal 
sequence but differ by the positions at which their N termini begin; none 
has significant similarity to any other known protein. A Tc4 insertion in 
exon VII leads to alterations in splicing that result in three 
approximately wild-type-size messages: the Tc4 sequence and 28 additional 
nucleotides are spliced out of the two larger messages; the Tc4 sequence 
is trans-spliced off the smallest message such that SL1 is added 13 
nucleotides upstream of the normal 5 1 end of the smallest message. 



